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Calreticulin family
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SUPPORTING READ COUNT

Split reads = 6
Discordant mates = 0



chromosome 16

p13.2

chromosome 16

p12.3

CARHSP1
ENST00000311052.10

PDILT
ENST00000302451.9

breakpoint1
chr16:8868966

breakpoint2
chr16:20376201

0

3022

C
ov

er
ag

e

4 3 2 1 12 11 10 9 8 7 6 5 4 3 2 1

1 121110987654

2 kbp
introns not to scale

C
A

R
H

S
P

1
P

D
IL

T

1

10
11

12
13 14 15 16 17 18 19

2
202122

3
45

6
7

8
9

X
Y

translocation
duplication

deletion
inversion

PDILT

RETAINED PROTEIN DOMAINS
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Thioredoxin
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Thioredoxin

SUPPORTING READ COUNT

Split reads = 7
Discordant mates = 0
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No coding regions retained in fusion transcript.
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Split reads = 5
Discordant mates = 1
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No protein domains retained in fusion.
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Split reads = 1
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RETAINED PROTEIN DOMAINS
reading frame unclear

Dual specificity phosphatase, catalytic domain

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 1
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No coding regions retained in fusion transcript.
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Split reads = 1
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0



chromosome 21

p11.2

chromosome 21

p11.2

TPTE
ENST00000618007.5

BAGE2
ENST00000470054.5

breakpoint1
chr21:10578605

breakpoint2
chr21:10485618

0

4288

C
ov

er
ag

e

1 2 3 4 5 6 7 8 9 10 11 12 13 14 15 16 17 18 19 20 21 22 23 24 1 2 3 4 5 6 7 8 9 10

1 2 3 4 5 6 7 8 9 10 11 12 13 14 15 16 178 9 10

2 kbp
introns not to scale

BAGE2

TPTE

1

10
11

12
13 14 15 16 17 18 19

2
202122

3
45

6
7

8
9

X
Y

translocation
duplication

deletion
inversion

TPTE

RETAINED PROTEIN DOMAINS
reading frame unclear

Dual specificity phosphatase, catalytic domain
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Split reads = 1
Discordant mates = 0
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No protein domains retained in fusion.
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AT hook motif
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reading frame unclear

emp24/gp25L/p24 family/GOLD

Histone−like transcription factor (CBF/NF−Y) and archaeal histone

SUPPORTING READ COUNT

Split reads = 5
Discordant mates = 0
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Genes are not protein−coding.
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Split reads = 4
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Genes are not protein−coding.
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RETAINED PROTEIN DOMAINS
reading frame unclear

GDA1/CD39 (nucleoside phosphatase) family

SUPPORTING READ COUNT

Split reads = 4
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Fibroblast growth factor

Domain of unknown function (DUF4464)

SUPPORTING READ COUNT

Split reads = 4
Discordant mates = 0
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Fibroblast growth factor

Domain of unknown function (DUF4464)

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 0
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Fibroblast growth factor

Domain of unknown function (DUF4464)
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No protein domains retained in fusion.
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RETAINED PROTEIN DOMAINS
reading frame unclear

Stage II sporulation protein E (SpoIIE)

Tectonic domain DUF1619

SUPPORTING READ COUNT

Split reads = 4
Discordant mates = 0
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reading frame unclear

Stage II sporulation protein E (SpoIIE)

Tectonic domain DUF1619

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0



chromosome 12

q24.11

chromosome 12

q24.11

PPTC7
ENST00000354300.5

TCTN1
ENST00000680512.1

breakpoint1
chr12:110582809

breakpoint2
chr12:110663058

0

4894

C
ov

er
ag

e

6 5 4 3 2 1 1 2 3 4 5 6 7 8 9 10 11 12 13

1 13

2 kbp
introns not to scale

PPTC7
TC

TN
1

1

10
11

12
13 14 15 16 17 18 19

2
202122

3
45

6
7

8
9

X
Y

translocation
duplication

deletion
inversion

PPTC7

RETAINED PROTEIN DOMAINS
reading frame unclear

Stage II sporulation protein E (SpoIIE)
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CSN8/PSMD8/EIF3K family

Ion transport protein

Ryanodine Receptor TM 4−6

RyR and IP3R Homology associated
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SUPPORTING READ COUNT
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ABC transporter transmembrane region

Non−repetitive/WGA−negative nucleoporin C−terminal

SUPPORTING READ COUNT
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ALG6, ALG8 glycosyltransferase family
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AT hook motif

Snf7
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Variant SH3 domain

BAR domain
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reading frame unclear

Fibroblast growth factor
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Wyosine base formation

Radical SAM superfamily
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No protein domains retained in fusion.
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RETAINED PROTEIN DOMAINS
reading frame unclear

Leucine rich repeat

DUSP domain

Ubiquitin carboxyl−terminal hydrolase

Zn−finger in ubiquitin−hydrolases and other protein

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0



chromosome 21

q21.1

chromosome 21

q22.11

NCAM2
ENST00000400546.6

CRYZL1
ENST00000381554.8

breakpoint1
chr21:20998618

breakpoint2
chr21:33616750

0

2110

C
ov

er
ag

e

1 2 3 4 5 6 7 8 9 10 11 12 13 14 15 16 17 18 13 12 11 10 9 8 7 6 5 4 3 2 1

1 1312111098765

3 kbp
introns not to scale

NCAM2

CRYZL1

1

10
11

12
13 14 15 16 17 18 19

2
202122

3
45

6
7

8
9

X
Y

translocation
duplication

deletion
inversion

No protein domains retained in fusion.
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Family of unknown function (DUF5578)

Tyrosine−rich domain of Sam68

KH domain

Qua1 domain
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Discordant mates = 0


